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Abstract
Larval dispersal is the key process by which populations of most marine fishes and
invertebrates are connected and replenished. Advances in larval tagging and genetics
have enhanced our capacity to track larval dispersal, assess scales of population con-
nectivity, and quantify larval exchange among no-take marine reserves and fished
areas. Recent studies have found that reserves can be a significant source of recruits
for populations up to 40 km away, but the scale and direction of larval connectivity
across larger seascapes remain unknown. Here, we apply genetic parentage analysis to
investigate larval dispersal patterns for two exploited coral reef groupers (Plectropomus
maculatus and Plectropomus leopardus) within and among three clusters of reefs sepa-
rated by 60–220 km within the Great Barrier Reef Marine Park, Australia. A total of 69
juvenile P. maculatus and 17 juvenile P. leopardus (representing 6% and 9% of the
total juveniles sampled, respectively) were genetically assigned to parent individuals
on reefs within the study area. We identified both short-distance larval dispersal
within regions (200 m to 50 km) and long-distance, multidirectional dispersal of up to
~250 km among regions. Dispersal strength declined significantly with distance, with
best-fit dispersal kernels estimating median dispersal distances of ~110 km for P. mac-
ulatus and ~190 km for P. leopardus. Larval exchange among reefs demonstrates that
established reserves form a highly connected network and contribute larvae for the
replenishment of fished reefs at multiple spatial scales. Our findings highlight the
potential for long-distance dispersal in an important group of reef fishes, and provide
further evidence that effectively protected reserves can yield recruitment and sustain-
ability benefits for exploited fish populations.
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Introduction
Marine populations and the ecosystems that support
them are subject to a vast array of anthropogenic
impacts, from overharvesting and destructive fishing
practices to coastal habitat degradation, pollution and
the escalating effects of climate change (Pauly et al.
1998; Myers & Worm 2003; Brodie et al. 2012). Net-
works of no-take marine reserves are increasingly estab-
lished in coastal seascapes with the primary goals of
conserving biodiversity and/or enhancing the sustain-
ability of exploited fish populations (Roberts et al. 2005;
Mora et al. 2006; Levin & Lubchenco 2008; Wood et al.
2008; Gaines et al. 2010; Green et al. 2014). There are
now numerous examples of increased abundance, mean
size, age and per-capita fecundity of exploited species
within adequately protected reserves (Lester et al. 2009;
Graham et al. 2011; Edgar et al. 2014; Baskett & Barnett
2015). These effects can also extend to entire assem-
blages, with increasing evidence that reserves can con-
tribute to the restoration of biodiversity and community
trophic structure (Lester et al. 2009; Babcock et al. 2010;
Graham et al. 2011, 2015). However, for the full poten-
tial of reserves to be realized, these ecological improve-
ments need to be exported beyond the boundaries of
individual protected areas.
Several studies have demonstrated that reserves can
provide adult ‘spillover’ that contributes to local fishery
production in reef habitat that is contiguous with
reserves (McClanahan & Mangi 2000; Russ et al. 2004;
Abesamis & Russ 2005; Goni et al. 2010; Kerwath et al.
2013). Demonstrating reserve effects over broader seas-
capes has proved more challenging however, primarily
due to the difficulty of resolving patterns of larval dis-
persal, the key process by which populations of most
marine organisms are connected and replenished
(Cowen et al. 2000; Jones et al. 2007). Most inferences
about larval dispersal patterns and the spatial scales
over which reserves may contribute to population
replenishment come from biophysical models. Many
advanced models can predict dispersal patterns by inte-
grating high-resolution physical oceanographic data
with biological information such as the timing of
spawning and the pelagic larval duration (PLD) of focal
species (Cowen et al. 2006; Paris et al. 2007; Pelc et al.
2010). However, there are few empirical data that can
be used to ground-truth these predictions or indepen-
dently verify that reserve networks can contribute to
regional conservation and fishery management initia-
tives (Sale et al. 2005; Gaines et al. 2010; McCook et al.
2010).
The development of transgenerational isotope label-
ling and genetic parentage analyses have provided a
means to track the dispersal of reef fish larvae that
settle either on or in close proximity to their natal reef
(Jones et al. 2005; Almany et al. 2007, 2013; Berumen
et al. 2012; Buston et al. 2012; Saenz-Agudelo et al. 2012;
D’Aloia et al. 2014). These approaches have also been
used to quantify connectivity in small reserve networks
(Planes et al. 2009) and the contribution of reserves to
recruitment in adjacent fished areas (Planes et al. 2009;
Harrison et al. 2012). The vast majority of these empiri-
cal studies have been limited to tracking larval disper-
sal over distances of <40 km, much smaller than the
potential dispersal distances of most marine fishes and
invertebrates, and smaller than the scales of many exist-
ing reserve networks. Several empirical studies have
demonstrated that coral reef fish larvae may success-
fully disperse over hundreds of kilometres (Bay et al.
2004; Christie et al. 2010; Gaither et al. 2011; Simpson
et al. 2014); however, the pattern and relative strength
of connectivity across large networks of reserves have
not been quantified.
The principal objective of this study was to describe
patterns of larval dispersal for two species of grouper
(Serranidae), the bar-cheek coral trout (Plectropomus
maculatus) and the leopard coral trout (Plectropomus
leopardus), among coral reefs distributed across a broad
seascape in the southern Great Barrier Reef Marine Park
(GBRMP). To begin, underwater visual censuses (UVC)
were undertaken to document the distribution and
abundance of the two grouper species in the region and
differences in abundance on reserve and nonreserve
reefs. We then collected a large number of DNA sam-
ples from adults and juveniles of each species, and used
genetic parentage analysis to identify juvenile fish that
were the progeny of adults sampled in three clusters of
reefs that are separated by distances up to 220 km.
Assigned juveniles were used to assess the spatial scale
and directionality of larval dispersal trajectories among
reefs, and fit dispersal kernels. We also aimed to docu-
ment occurrences of larval exchange among reserve and
nonreserve reefs within and among regional reef clus-
ters.
Methods
Study locations
This study was conducted in the Keppel Islands
(23°100S, 150°570E), the Percy Islands (21°420S, 150°180E)
and the Capricorn Bunker reefs (23°250S, 151°460E) in
the southern section of GBRMP, Australia (Fig. 1). The
Keppel and Percy Island groups are archipelagos of
high continental islands surrounded by fringing coral
reefs, while the Capricorn Bunker group comprises
emergent platform reefs located on the outer margin of
the continental shelf. The vast majority of the seafloor
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surrounding the three focal reef clusters is dominated
by open sand habitat, and apart from several deep-
water shoals to the north of the Capricorn Bunker
group, there are no other significant coral reef habitats
within the study domain (Fig. 1).
At the Keppel Islands, fringing coral reefs cover
~700 ha, of which 196 ha (~28%) is protected within a
network of no-take marine reserves. Three reefs (Middle
Island, Halfway Island and Egg Rock) have been
reserves since 1987, while four additional reefs (Clam
Bay, Monkey Bay and North Keppel Island) were desig-
nated as reserves in July 2004. Aside from one no-entry
(preservation zone) reef at Peak Island, the remaining
reefs in the Keppel Islands are nonreserve areas that are
open to fishing. The three main islands that comprise
the Percy Island group (Middle Percy, South Percy and
Northeast Percy) are located ~80 km from the mainland
and are more remote and less frequently visited by fish-
ers than are the Keppel Islands. The Percy Islands are
surrounded by ~1870 ha of fringing coral reefs, all of
which are open to fishing. The Capricorn Bunker group
comprises a vast area of platform reefs, many of which
have extensive reef flat and lagoon habitats. This study
focused on eleven reefs in the northern section of the
Capricorn Bunker group, bound by Polmaise Reef
(southwest), Northwest Reef (northwest), North Reef
(northeast) and One Tree Reef (southeast). The eleven
focal reefs have a total reef area of nearly 25 700 ha, of
which ~14 700 ha (~57%) is designated as no-take mar-
ine reserve and 11 000 ha (~43%) is open to fishing.
Study species
Two closely related species of grouper (Serranidae)
were examined in this study, the bar-cheek coral trout
(Plectropomus maculatus) and the leopard coral trout
(Plectropomus leopardus). Both species inhabit coral reefs
throughout the central Indo-Pacific region. Within the
GBRMP, P. maculatus are generally most abundant on
inner shelf and fringing reefs, while P. leopardus are the
most abundant coral trout species on mid- and outer
shelf reefs (Mapstone et al. 1998). Both species are heav-
ily exploited throughout their geographic ranges, and in
the GBRMP, they are highly targeted by both commer-
cial and recreational fishers (Sadovy de Mitcheson et al.
2013). Rapid and sustained increases in mean density,
body size and biomass of coral trout have been
recorded on reserve reefs throughout the GBRMP, while
populations on nonreserve reefs have remained rela-
tively stable (Williamson et al. 2004; Russ et al. 2008;
McCook et al. 2010; Emslie et al. 2015) (see Supplemen-
tary Material for further information on coral trout biol-
ogy, ecology and fishery status).
Estimation of coral trout density, population size and
the effects of reserves
Underwater visual census (UVC) were conducted on
focal reserve and nonreserve reefs within the three
study regions to assess the effects of reserves on Plec-
tropomus spp. population densities and to provide a
baseline for estimating total population sizes. A towed-
GPS UVC method was used, with replicated 10-min
UVC tracks surveyed within reef slope, reef crest, reef
flat and lagoon habitats on each focal reef. Observers
recorded the number and estimated the total length
(5 cm categories) of all P. maculatus and P. leopardus
sighted on each UVC track. Mean densities of adult
coral trout (P. maculatus and P. leopardus pooled) were
calculated for reserves and nonreserves in each region,
and two-factor analysis of variance (ANOVA) was used to
test the significance of density differences among man-
agement zones and regions (see Supplementary Mate-
rial for further detail on the UVC method and the
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Fig. 1 Study location map and coral trout species composition.
Tissue samples were collected from adult and juvenile coral
trout (Plectropomus maculatus and Plectropomus leopardus) on
reefs in the Keppel, Percy and Capricorn Bunker regions in the
Great Barrier Reef Marine Park. Pie charts illustrate the propor-
tional composition of the two coral trout species within each
focal region.
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estimation of coral trout densities and total population
sizes).
Sampling of coral trout populations
Adult and juvenile coral trout were sampled from reefs
in the Keppel, Percy and Capricorn Bunker regions
between September 2011 and August 2013. At the Kep-
pel Islands, intensive sampling of adults for DNA pro-
filing was concentrated in, but not exclusive to, focal
no-take reserves. Sampling of juveniles at the Keppel
Islands was undertaken on all reserve and nonreserve
reefs with effort proportional to the relative area of each
reef. At the Percy Islands and Capricorn Bunker reefs,
sampling of adults and juveniles was opportunistic, but
included as many reserve and nonreserve reefs as pos-
sible.
Adult fish were sampled using either hook-and-line
or modified tissue biopsy probes (PneuDart, USA).
Coral trout captured using hook-and-line were visually
identified as P. maculatus or P. leopardus, measured for
TL, externally tagged with a single T-bar anchor tag
(Hallprint, Australia), fin-clipped for a tissue (DNA)
sample and then returned to the water. Biopsy probes
were mounted on spear guns, and divers using scuba
or snorkel undertook sampling. All fish sampled with
biopsy probes were identified to species, and their total
length was estimated to the nearest 5 cm category.
Juvenile coral trout were collected by divers using vari-
ous methods including low-calibre spear guns, hand
spears, clove oil and small fence nets.
Densities of juveniles of both species were found to
be highest on reef flats and in shallow lagoons with
patch reefs dispersed within expanses of coral rubble
and sand. Lower densities of juveniles were encoun-
tered in rubble-dominated habitats at the base of reef
slopes, particularly in the vicinity of small patch reefs.
All collected juvenile coral trout were measured for TL,
and sagittal otoliths were removed for age determina-
tion, and to define the spawning date and larval disper-
sal period for any parentage-assigned juveniles. All
tissue samples were preserved in 95% high-grade etha-
nol. Juvenile P. maculatus and P. leopardus have very
similar morphology and colour patterns such that many
of the collected juveniles in the smallest size-class
(<5 cm TL) could not be identified to species in the
field. As a result, juvenile coral trout were later identi-
fied to species level using the genetic analyses methods
defined in Harrison et al. (2014).
A total of 880 adult and 1190 juvenile P. maculatus,
and 659 adult and 199 juvenile P. leopardus were sam-
pled across the three study regions (Tables 1 and S1).
For P. maculatus, 61% of the adult samples and 38% of
the juvenile samples were collected from reserve reefs,
while for P. leopardus, 65% of the adult samples and
52% of the juvenile samples were collected from reserve
reefs. All other samples were collected from nonreserve
reefs. The proportion of the adult coral trout popula-
tions sampled on focal reefs ranged from ~1% to 21%
for P. maculatus, and from <1% to 41% for P. leopardus
(see Table S1).
Genetic parentage analyses
Genomic DNA was extracted from ~2 mm2 of fin or
muscle tissue and screened at 25 microsatellite loci fol-
lowing the protocol described in Harrison et al. (2014).
One locus in P. maculatus (Pma112) and four loci in
P. leopardus (Pma036, Pma097, Pma109, Pma112) pre-
sented significant departure from Hardy–Weinberg
expectations and were excluded from subsequent analy-
ses. In addition, locus Pma036 was removed from the
P. maculatus data set due to the presence of a large
number of rare alleles that may have skewed the
parentage analyses. The genetic diversity of sampled
P. maculatus and P. leopardus populations among reef
clusters was estimated from the entire sample of indi-
viduals for each species using an analysis of molecular
variance (AMOVA) with significance tested over 9999
permutations in GenoDive v2.0 (Meirmans & Van Tien-
deren 2004). There was no evidence of genetic structure
among regional reef clusters for P. leopardus
(FST = 0.000, P = 0.458), and while there was some vari-
ation in genetic diversity of P. maculatus populations
among regions (FST = 0.001, P < 0.001), it was not con-
sidered ecologically significant.
All collected juveniles were screened against the total
pool of adult samples to reveal parent–offspring rela-
tionships, which were identified using a maximum-like-
lihood approach implemented in the software program
FAMOZ (Marshall et al. 1998; Gerber et al. 2003). The pro-
gram computes log of the odds ratio (LOD) scores for
assigning individuals to candidate parents based on the
observed allelic frequencies at each locus. Minimum
LOD score thresholds for accepting assignments to sin-
gle parents and parent pairs were determined from the
distribution of Monte Carlo simulated LOD scores from
50 000 known parent–offspring pairs and 50 000 unre-
lated pairs. These were identified as 4.0 for P. maculatus,
5.0 for P. leopardus and 15.0 for the assignment to parent
pairs in both species. Parentage test simulations esti-
mated the probability of falsely accepting (false positive
– type I error) or excluding (false negative – type II
error) parent–offspring pairs associated with these LOD
thresholds. The resulting probability of assigning a
juvenile to a parent that was not its true parent, know-
ing that the true parent was not sampled, was 0.63%
(false positive – type I error) in P. maculatus and 0.9%
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in P. leopardus. Conversely, the probability of a true par-
ent–offspring pair not being identified knowing that the
true parent was sampled was <0.01% (false negative –
type II error) in both species. Any identified parent–off-
spring pairs that presented over three confirmed mis-
matches between parent and offspring genotypes were
excluded from the final list of assigned pairs (see Har-
rison et al. 2014 for further detail).
Larval dispersal scale and direction
Observed larval dispersal distances and directions were
assessed by plotting the GPS coordinates of the sam-
pling locations of each parentage-assigned adult and
juvenile fish onto a 15 m 9 15 m geographic grid over-
laid onto high-resolution satellite imagery. The sam-
pling location coordinates of each assigned adult and
juvenile fish were subsequently adjusted to the nearest
geographic grid centre. A straight line between the two
grid centres was defined as the minimum Euclidean
distance and angular direction of dispersal between the
natal (adult) location and the settlement (juvenile) loca-
tion. Dispersal trajectory distributions were generated
by pooling the observed dispersal distances and direc-
tions of each parentage-assigned juvenile P. maculatus
and P. leopardus into 5 km distance bins and 10° direc-
tion bins.
Digitized maps of available reef habitat were gener-
ated from high-resolution satellite imagery for each of
the sampled reefs, and these maps were overlaid with
the 15 m 9 15 m geographic grid.
The distance and direction between all sampled coral
reef habitats within and among the three focal regions
were quantified using GIS, and distributions of habitat
distance (within 5-km bins) and direction (10° bins)
were generated for all possible connections that could
have been identified by our sampling regime. Due to
differences in the distribution and sampling locations of
P. maculatus and P. leopardus, the habitat distance and
direction distributions were species-specific. Chi-square
tests of independence were used to examine whether
the observed larval dispersal distance, and direction
distributions were independent of the expected distri-
butions of distance and direction among all sampled
reef habitats for both species. All GIS spatial analyses
were conducted using ArcGIS (ESRI, Redlands, CA,
USA).
Fitting dispersal kernels
Larval dispersal kernels were fitted to the observed
parentage assignments using maximum-likelihood
methods. Dispersal kernels estimate the rate at which
the strength of dispersal connections decays with dis-
tance from the natal population, and are commonly
used in both ecological and conservation theory (Bots-
ford et al. 2009; Bode et al. 2011). Each candidate kernel
qi(h, d) calculates the amount of dispersal between two
reefs relative to local retention (i.e. the amount of dis-
persal back to the natal reef), based on the kernel’s
functional form i, its parameterization h and the dis-
tance d between two reefs. The likelihood that a particu-
lar kernel described the juveniles (assigned and
unassigned) sampled at a given reef was calculated
using the multinomial distribution, on the assumption
that the genotyped juveniles are an unbiased sample
from the settling cohort. Note that for a given dispersal
kernel, the settling cohort (and therefore the likelihood)
is calculated using: (i) sampled adults on sampled reefs,
(ii) unsampled adults on sampled reefs and (iii)
Table 1 Summary of sampled and parentage-assigned juvenile Plectropomus maculatus and Plectropomus leopardus. The three right-
hand columns list the proportion of assigned juveniles that self-recruited back to their natal reefs, the proportion that were sourced
from reefs within the natal region (including natal reef) and the proportion of that were sourced from reefs beyond the natal region.
Values in bold type represent the overall pooled totals
Species Region
No. Juv.
sampled
No. Juv.
assigned
Prop. Juv.
assigned
Proportion of assigned juveniles
from source
Natal
reef
Natal
region
Other
region
P. maculatus Keppel 454 31 0.07 0.03 0.52 0.48
Percy 425 22 0.05 0.14 0.14 0.86
Capricorn Bunker 319 16 0.05 0.25 0.44 0.56
Total 1190 69 0.06 0.12 0.38 0.62
P. leopardus Keppel 3 0 0 0 0 0
Percy 2 1 0.50 0 0 1.00
Capricorn Bunker 194 16 0.08 0.19 0.88 0.12
Total 199 17 0.09 0.18 0.82 0.18
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unsampled adults on unsampled reefs. We compared
the best-fit parameters and maximum likelihood of four
alternative functional forms for the kernel: three expo-
nential distributions (the Laplacian, Gaussian and Rib-
bens) and one fat-tailed distribution (the Cauchy). For
the best-fit kernel shape and parameterization, we cal-
culated 95% confidence intervals using bootstrap resam-
pling of the reef units, as well as the median dispersal
distance and the distance within which 50% and 95% of
dispersal occurred. Finally, we assessed how well the
best dispersal kernel explained the variation in the data,
using a parametric bootstrap goodness-of-fit test. Full
details of the fitting processes are provided in Bode
et al. (2016).
Results
Coral trout distribution and abundance
In the Keppel and Percy Islands, between 84% and 99%
of all sighted adult coral trout were Plectropomus macu-
latus, while Plectropomus leopardus represented 81% of
coral trout sighted on reefs in the Capricorn Bunker
region (Fig. 1). Over 50% of the P. maculatus sighted in
the Capricorn Bunker region were recorded on Pol-
maise Reef and Northwest Reef, which are located at
the inner shelf (western) margin of the reef system.
Lower numbers of P. maculatus were recorded on the
more seaward (eastern) Capricorn Bunker reefs, where
almost all sighted coral trout were identified as P. leop-
ardus.
Adult coral trout densities were more than twice as
high on reserve reefs than on nonreserve reefs in the
Keppel Islands (ANOVA; F2,195 d.f. = 10.4, P < 0.001) and
approximately three times higher on reserve reefs than
on nonreserve reefs in the Capricorn Bunker region
(ANOVA; F2,298 d.f. = 27.4, P < 0.001) (Fig. 2). All sampled
reefs in the Percy Islands were open to fishing (nonre-
serve).
Parent–offspring assignments
Approximately 6% of sampled P. maculatus juveniles
(69 of 1190) and 9% of sampled P. leopardus juveniles
(17 of 199) were genetically assigned to a single sam-
pled parent (Table 1). No juveniles of either species
were assigned to both parents. For P. maculatus, the
mean LOD ( SD) score across all parent–offspring
assignments was 6.8  3.1 (range, 4.0–25.6), while for
P. leopardus it was 7.5  2.3 (range, 5.2–15.2).
Of the 69 parentage-assigned juvenile P. maculatus,
45% were collected from reefs in the Keppel Islands,
32% were collected in the Percy Islands and 23% were
collected from the Capricorn Bunker reefs. The vast
majority (94%) of the 17 assigned P. leopardus juveniles
were collected from reefs in Capricorn Bunker group.
Only three P. leopardus juveniles were collected in the
Keppel Islands and none were assigned to a parent,
while one of the two juvenile P. leopardus collected in
the Percy Islands was assigned (Table 1).
Otolith age analyses revealed that the 69 assigned
P. maculatus juveniles ranged in age from 49 to
255 days at the time of collection and that the 17
assigned P. leopardus juveniles ranged in age from 72 to
300 days. The mean pelagic larval duration (PLD), iden-
tified using the ‘settlement-mark’ on otoliths, was
26 days ( 2 days SD) for both species.
Larval connectivity at local and regional scales
Parentage analysis indicated substantial larval connec-
tivity of P. maculatus and P. leopardus populations at
both local and regional scales. Both species exhibited
retention of larvae to natal reefs, larval exchange among
local reefs within regions, and long-distance, multidirec-
tional larval dispersal among regions (Fig. 3). Of the
assigned juveniles, 38% of P. maculatus (26 of 69) and
82% of P. leopardus (14 of 17) recruited either to their
natal reef or to reefs within their natal region, while all
other assigned juveniles had dispersed between the
regions (Fig. 3, Table 2).
Finer scale patterns of retention and dispersal of
P. maculatus and P. leopardus within regions indicated
both self-recruitment to natal reefs and connectivity
among local reefs (Fig. 4). At the Keppel Islands, most
P. maculatus juveniles sourced from four focal reserves
dispersed throughout the island group, while one juve-
nile self-recruited to Clam Bay on the southern side of
Great Keppel Island (Fig. 4A). The seven assigned
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Fig. 2 Mean density (No./ha  1SE) of adult (≥30 cm TL) coral
trout (Plectropomus maculatus and Plectropomus leopardus pooled)
on no-take marine reserve and nonreserve reefs in the Keppel,
Percy and Capricorn Bunker regions during the sampling per-
iod (2011–2013).
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P. maculatus juveniles from the Capricorn Bunker
region were all collected at Polmaise Reef, and they
had either self-recruited or dispersed from Northwest
Reef (Fig. 4B). Assigned P. leopardus juveniles had dis-
persed among reefs throughout the Capricorn Bunker
region, with some self-recruitment at Tryon reef
(Fig. 4B).
Larval dispersal distance
Observed dispersal distances of parentage-assigned
juvenile coral trout ranged from <200 m to a maximum
of ~250 km (Fig. 5). Larval dispersal among reefs
within regions covered linear distances of up to
~50 km, while dispersal among regions involved mini-
mum dispersal distances of at least 70 km and up to
~250 km (Fig. 5). For P. maculatus, 9.4% of assigned
juveniles had dispersed to reefs within 5 km of their
natal reef, 29.6% had dispersed within 50 km, and
71.9% had dispersed <100 km. For P. leopardus, 15.9% of
assigned juveniles dispersed <5 km, 83.7% dispersed
<50 km and 84.2% dispersed <100 km. The distribu-
tions of dispersal distances for both species exhibited
distinct modes corresponding with the availability of
suitable reef habitat and the spatial distribution of pop-
ulation sampling (Fig. 5). For P. maculatus, the distribu-
tion of observed dispersal distances was independent of
the spatial distribution of sampled reef habitats
(v2 = 118.2, d.f. = 60, P < 0.001). For P. leopardus,
observed dispersal distances were significantly influ-
enced by the distribution of sampled habitats (v2 = 27.4,
d.f. = 60, P > 0.05).
Dispersal kernels
Dispersal strength declined with distance from the natal
population, with the sampled dispersal distances for
both species best represented by Laplacian dispersal
kernels (Fig. 6). The AIC weights of the Laplacian ker-
nels were 78% for P. maculatus and 60% for P. leopardus,
with the remainder of the support for the fat-tailed
Cauchy kernel (22% for P. maculatus and 40% for
P. leopardus). The kernels predicted that P. leopardus lar-
vae dispersed substantially longer distances than
P. maculatus, with 50% of P. leopardus settlement within
185 km and 95% of within 811 km, compared with 50%
of settlement within 110 km and 95% within 480 km for
P. maculatus (Fig. 6). The kernel-estimated median dis-
persal distance was ~190 km for P. leopardus and
~110 km for P. maculatus.
The estimates of dispersal scale for P. leopardus were
more uncertain, reflecting the smaller data set and
fewer parent–offspring assignments (Fig. 6). Given this
uncertainty, the dispersal kernels for P. leopardus failed
to explain a substantial amount of the dispersal varia-
tion, and did no better than the assumption of a well-
mixed larval pool (as evidenced by the horizontal 95%
upper confidence bound on the kernel). In contrast,
the best-fit kernel for P. maculatus described the data
significantly better than an uninformative null
(P < 0.001), but the observed maximum log-likelihood
was significantly lower than we would expect if dis-
persal strictly conformed to the kernel dynamics (i.e.
the fit is worse; P < 0.001). Comparable fit outcomes
were found when applying the Cauchy kernel to both
species.
Larval dispersal direction
Both species exhibited multidirectional dispersal, with
the long-distance trajectories reflecting the alignment of
the coast and GBR (Fig. 7). Realized dispersal directions
for P. maculatus larvae were predominantly in a north-
westerly direction, with 56.5% of larvae dispersing to
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Fig. 3 Regional-scale dispersal patterns of coral trout larvae.
Arrows depict realized larval connectivity from natal to settle-
ment reefs for 69 parentage-assigned juvenile Plectropomus mac-
ulatus (solid arrows) and 17 assigned Plectropomus leopardus
juveniles (dashed arrows). Numbers adjoining each arrow are
the number of assigned juveniles that dispersed from natal
regions to settlement regions.
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reefs on trajectories of between 270° and 360° from natal
reefs (Fig. 7A). For P. leopardus, approximately equal
numbers of assigned juveniles had dispersed in either a
generally northward or southward direction (Fig. 7C).
The distributions of observed larval dispersal directions
were independent of the distributions of possible direc-
tions from all natal reefs to all settlement reefs sampled
for both P. maculatus (v2 = 444.7, d.f. = 35, P < 0.001)
and P. leopardus (v2 = 180.2, d.f. = 35, P < 0.001)
(Fig. 7).
Larval exchange among management zones
Parentage assignments indicated extensive larval
exchange between reserve and nonreserve reefs for
P. maculatus and P. leopardus, both at relatively fine
scales within regions (Keppel and Capricorn Bunker)
and at broader inter-regional scales (Fig. 4). Three-quar-
ters (~75%) of all parentage-assigned juveniles of both
species were the progeny of adults on reserve reefs that
had either self-recruited to their natal reef (12%), dis-
persed to another reserve reef (30%) or dispersed to a
nonreserve reef (58%). One-quarter (~25%) of the
parentage-assigned juveniles were sourced from adults
on nonreserve reefs. Of those, ~59% had dispersed
among nonreserve reefs while 41% had dispersed from
nonreserve to reserve reefs (Table 2).
Discussion
Resolving patterns of larval dispersal and determining
the scales of connectivity in marine metapopulations
continues to be recognized as an important challenge in
marine ecology, conservation and bioeconomics (Cowen
et al. 2000; Sale et al. 2005; Jones et al. 2007; Jones 2015).
It has been theorized that metapopulation persistence is
reliant on both short-distance dispersal, including the
local retention of juvenile offspring, as well as longer
distance dispersal that provides connectivity among dis-
tinct habitat patches (Hastings & Botsford 2006; Burgess
et al. 2014). In recent years, the application of larval tag-
ging studies and genetic parentage analyses has suc-
cessfully determined larval dispersal trajectories over
relatively small spatial scales (Almany et al. 2007, 2013;
Planes et al. 2009; Saenz-Agudelo et al. 2011; Berumen
et al. 2012; Harrison et al. 2012). The challenge has been
to scale-up these approaches to explore dispersal pat-
terns over a broader range of possible dispersal dis-
tances and to provide connectivity information that is
relevant to large-scale spatial management objectives.
Seascape-scale larval connectivity
Here, we have begun to resolve seascape-scale larval
dispersal patterns for two iconic and high-value fishery-
Table 2 Summary matrix for realized larval connectivity of parentage-assigned juvenile Plectropomus maculatus (n = 69) and Plectropo-
mus leopardus (n = 17) among natal reefs (source) and settlement reefs (sink) within both nonreserve and no-take marine reserve man-
agement zones in the Keppel, Percy and Capricorn Bunker regions
Settlement reefs (Juveniles)
Total
Keppel
Percy
Capricorn Bunker
Nonreserve Reserve Nonreserve Nonreserve Reserve
Natal reefs (Adults)
P. maculatus
Keppel
Nonreserve 0 1 0 0 1 2
Reserve 8 7 14 1 5 35
Percy
Nonreserve 4 2 3 0 2 11
Capricorn Bunker
Nonreserve 1 1 0 0 2 4
Reserve 6 1 5 0 5 17
69
P. leopardus
Percy
Nonreserve — — 0 2 0 2
Capricorn Bunker
Nonreserve — — 0 3 0 3
Reserve — — 1 2 9 12
17
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targeted species. Parentage analysis revealed dispersal
distances that ranged from 200 m to ~250 km. We iden-
tified seven Plectropomus maculatus (~10% of assigned
juveniles) and three Plectropomus leopardus (~17% of
assigned juveniles) that had dispersed between 220 and
250 km from their natal reefs. Both P. maculatus and
P. leopardus also exhibited self-recruitment of larvae to
natal reefs and larval exchange among neighbouring
reefs within regional clusters. This study adds to grow-
ing evidence that larval dispersal in marine fishes may
be spread across broad seascapes (Cowen et al. 2006;
Christie et al. 2010; Simpson et al. 2014), with both local
recruitment and long-distance dispersal contributing to
the demography of metapopulations. The large scale of
the observed dispersal provides encouraging evidence
that marine reserves can provide mutually reinforcing
demographic benefits over regional seascapes. How-
ever, it also complicates the design of the resulting
reserve networks, and the empirical evidence required
to understand their performance, given that the popula-
tion dynamics of an individual reef reflect processes,
human activities and conservation decisions over hun-
dreds of kilometres of surrounding reef.
The frequency distribution of observed dispersal dis-
tances for P. leopardus larvae closely matched the spatial
distribution of sampled reef habitats; however, the dis-
persal distances recorded for P. maculatus larvae were
less strongly linked to habitat spacing. Furthermore, it
was evident that the observed dispersal directions of
both species were essentially independent of the direc-
tions from natal reefs to available settlement reefs.
Despite these findings, there is little doubt that the geo-
graphic arrangement of suitable habitat patches can sig-
nificantly influence realized larval dispersal patterns
(Jones et al. 2009; Saenz-Agudelo et al. 2011; Harrison
et al. 2012; Pinsky et al. 2012; D’Aloia et al. 2014).
Oceanographic currents and the spacing of reefs
together may not necessarily account for the full range
of dispersal trajectories observed here. Indeed, coral
trout larvae have well-developed auditory and olfactory
capabilities, and they are excellent swimmers (Leis &
Carson-Ewart 1999; Wright et al. 2008). Behavioural
attributes of coral trout larvae, including directional or
depth-stratified swimming preferences, direction orien-
tation and reef homing abilities, are likely to have influ-
enced the observed dispersal patterns (Kingsford et al.
2002; Gerlach et al. 2007; Leis et al. 2007).
Dispersal kernels
Potential dispersal patterns are described by larval dis-
persal kernels, which predict the amount of dispersal
that may occur at a given distance from the natal patch,
if suitable habitat is available. Both species’ dispersal
data were best fit by Laplacian distributions, with a
decline in dispersal intensity with distance from the
natal reef. The kernels predicted that 50% of P. macula-
tus larvae would attempt to settle within 110 km
(185 km for P. leopardus) of their natal reef and that
95% of larvae would settle onto reefs within 480 km
(811 km for P. leopardus). The stronger support for the
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Fig. 4 Local-scale dispersal patterns of coral trout larvae.
Arrows depict realized larval connectivity from natal to settle-
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maculatus (solid arrows) and Plectropomus leopardus (dashed
arrows). Numbers adjoining each arrow are the number of
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thin-tailed Laplacian fit was somewhat surprising given
that the data set contains a substantial number of long-
distance dispersers, but it is consistent with other reef
fishes (D’Aloia et al. 2014). The bootstrap goodness-of-
fit tests indicated that the best-fit kernel for P. maculatus
contains useful information about the scale of larval dis-
persal; however, it could not account for a large propor-
tion of the observed dispersal variation. This outcome is
not unexpected since, as we have discussed, a set of
biological and oceanographic factors operate in the
southern GBR that are not effectively described by dis-
persal kernels, such as directional advective currents
and the sensory and locomotive behaviour of the larvae.
Perhaps most importantly, dispersal within reef groups
(e.g. between reefs in the Keppel Islands region) is
likely to be driven by an oceanographic regime charac-
terized by shallow-water bathymetry, tidal forcing and
decreased mixing (Andutta et al. 2012). In contrast,
broader scale dispersal among reef groups will
predominantly be influenced by prevailing winds, cur-
rents and mesoscale circulation features. A statistical
kernel that offers insights into larval dispersal distances
at broad, inter-regional scales will likely have difficulty
explaining the fine-scale patterns within reef groups,
and vice versa. In some cases, mixture models that
combine both broad-scale kernels for inter-regional dis-
persal and fine-scale kernels for within region dispersal
may yield superior fit. However, given the increasing
sophistication of coupled biophysical models, the
observed variation will best be explained and larval dis-
persal predicted by direct comparisons between genetic
parentage data and these mechanistic models.
Dispersal directionality
Multidirectional dispersal of coral trout larvae was
recorded both within, and among all three focal regions
across a range of distances up to ~250 km.
0 50 100 150 200 250 300
Pr
op
or
tio
n 
of
 s
am
pl
ed
 re
ef
 h
ab
ita
t
0
0.05
0.10
0.15
0.20
0 50 100 150 200 250 300
Dispersal distance (km)
Plectropomus leopardus
Pr
op
or
tio
n 
of
 s
am
pl
ed
 re
ef
 h
ab
ita
t
Pr
op
or
tio
n 
of
 a
ss
ig
ne
d 
juv
en
ile
s
Pr
op
or
tio
n 
of
 a
ss
ig
ne
d 
juv
en
ile
s
Plectropomus maculatus
0
0.05
0.10
0.15
0.20
(A)
(B)
0
0.05
0.10
0.15
0.20
0
0.05
0.10
0.15
0.20
Fig. 5 Realized dispersal distances of larval coral trout. Frequency distributions of realized linear dispersal distances of assigned
juvenile (A) Plectropomus maculatus and (B) Plectropomus leopardus within 5 km distance categories (black bars). Grey bars define the
proportional area of reef habitat available for each species within 5 km distance bins. Blank areas between the habitat distribution
clusters are the distance ranges within which sampling was not conducted and/or where there was no known reef habitat support-
ing either P. maculatus or P. leopardus populations.
© 2016 The Authors. Molecular Ecology Published by John Wiley & Sons Ltd.
6048 D. H. WILLIAMSON ET AL.
Hydrodynamic models of the Keppel Bay region, and
of the southern Great Barrier Reef (GBR) lagoon more
broadly, have shown both complex circulation patterns
and net current flow from south to north (Luick et al.
2007; Lambrechts et al. 2008). Although the East Aus-
tralian Current (EAC) is the dominant oceanographic
feature flowing north to south along the continental
shelf margin, southeast trade winds force the predomi-
nant current flow within the GBR lagoon from south to
north for much of the year (Lambrechts et al. 2008). The
observed skew towards northwesterly dispersal trajecto-
ries of P. maculatus larvae observed here may be closely
linked to the net hydrodynamic flow in the study
region. Additionally, the transient ‘Capricorn Eddy’ cir-
culation feature within the study region may at least
partially explain the observed bidirectional dispersal
patterns between the three regions, particularly if the
eddy was operational during the spring–summer peak
spawning periods of 2011–2012 and 2012–2013 (Weeks
et al. 2010).
The development and expansion of coupled biophysi-
cal larval dispersal models will continue to refine esti-
mates of dispersal distance and directionality. Given
that empirical larval connectivity studies are invariably
geographically and temporally constrained, improved
models should facilitate scaling up of connectivity infor-
mation for an expanded range of focal species. Broader
utilization of empirical data such as those presented
here will play an important role in the validation of
such models.
Connectivity among reserve and nonreserve reefs
This study provides further evidence that no-take
reserves can provide valuable sources of larvae for the
replenishment of populations on surrounding reefs.
Approximately 75% of assigned coral trout juveniles
were identified as the progeny of adults in reserves,
while 25% were sourced from nonreserve reefs.
Although our findings provide clear evidence of larval
export from reserve to nonreserve reefs, sampling of
adult coral trout populations was skewed towards
reserve reefs (61% of adult P. maculatus samples, 65% of
P. leopardus samples) and this must be taken into
account when interpreting the findings. Despite exten-
sive population sampling and UVC effort, the vast area
of reef habitat in the study region meant that the pro-
portions of adult fish sampled at each reef could not be
accurately estimated, and a number of reefs within the
study region could not be adequately sampled. As such,
specific estimates of the contributions of reserve and
nonreserve reefs to total coral trout recruitment could
not be established within the scope of the present
study. Ultimately, empirical data such as those pre-
sented here must be incorporated into metapopulation
models that can be used to estimate the contribution of
reserve networks to population persistence and fishery
productivity (Burgess et al. 2014).
Implications for postdisturbance recovery of coral trout
populations
Reefs in the Keppel Islands were severely impacted by
a series of major climatic disturbance events between
2006 and 2013, with significant loss of live hard coral
and subsequent declines in the abundance of most fish
species, including coral trout (P. maculatus) (Williamson
et al. 2014). Williamson et al. (2014) identified several
reefs in the Keppel Islands that provided postdistur-
bance refuges for P. maculatus, all of which were within
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reserves. The findings presented here, and those of Har-
rison et al. (2012), suggest that reserve reefs in the Kep-
pel Islands provide important local sources of coral
trout recruitment that should contribute to population
recovery. Our new findings demonstrate that the
Keppel Islands coral trout metapopulation is also being
replenished by larval supply from the Percy Islands
and the Capricorn Bunker reefs. Two reserve reefs in
the Capricorn Bunker group, Northwest Reef and Pol-
maise Reef, were identified as sources for assigned
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Fig. 7 Realized dispersal directions of larval coral trout. Realized dispersal direction trajectories of assigned juveniles pooled into 36
equal (10°) direction categories for (A) Plectropomus maculatus and (C) Plectropomus leopardus. Species-specific reef habitat direction tra-
jectories among all sampled locations for (B). P. maculatus and (D). P. leopardus. The length of the dispersal direction vectors corre-
sponds to the proportion of assigned juveniles that dispersed along each direction trajectory (as defined by the annotated concentric
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juvenile P. maculatus collected in the Keppel Islands.
This suggests that these two reefs may provide a critical
offshore source of larvae for the recovery and long-term
persistence of the inshore Keppel Islands P. maculatus
population. Conversely, our findings also demonstrate
that reserve reefs in the Keppel Islands that have
escaped the worst effects of disturbances should con-
tinue to provide a source of P. maculatus larvae for reefs
in the Percy and Capricorn Bunker regions.
Conclusions
This study has provided valuable insights into the lar-
val dispersal patterns of two iconic and economically
important coral reef fish species, resolving dispersal at
scales up to ~250 km. It documents the largest scale of
larval connections between reserve and nonreserve
areas recorded to date, suggesting large-scale mixing of
populations among management zones within the
GBRMP. The findings are highly relevant to the man-
agement of exploited fish populations in Australia and
globally. Most large reef fishes are heavily targeted
wherever fishers can access them, and in many areas,
populations of species such as coral trout have been
heavily depleted (Sadovy de Mitcheson et al. 2013). The
implementation of marine reserve networks that aim to
protect habitats and restore populations of exploited
species is slowly gaining momentum throughout many
coastal seascapes (Mora et al. 2006; Hamilton et al. 2011;
Green et al. 2014). Furthermore, estimates of larval con-
nectivity are increasingly being used to inform the
design of spatial management systems that aim to
establish effectively connected reserve networks that
can yield both biodiversity conservation and fishery
sustainability benefits (Jackson et al. 2015; Eastwood
et al. 2016; Stockwell et al. 2016).
The findings presented here build upon those of two
previous studies that tracked dispersal of coral trout
(Plectropomus spp.) larvae and demonstrated recruit-
ment subsidies from reserves at local scales (Harrison
et al. 2012; Almany et al. 2013). These new findings sug-
gest that recruitment subsidies from reserves can also
be expected at broader, regional scales. This study has
provided further evidence that the combination of effec-
tive reserve networks and direct controls on fishery
catch and effort can provide a powerful dual approach
for enhancing the sustainability and persistence of
exploited reef fish populations.
Acknowledgements
We dedicate this work to our friend, colleague and co-
author Glenn Almany, who passed away in March 2015. We
thank our field assistants Tony Adkins, Kris Boody, Lisa
Bostr€om-Einarsson, Rohan Brooker, Tom Bowling, Mike
Cappo, Paul Costello, Ashton Gainsford, Naomi Gardiner,
Naomi Greenham, Paul Groves, Scott Harte, Ninya Ishma,
Stuart Kininmonth, Tom Mannering, Georgia McGee, Katie
Munkres, Mark Priest, Justin Rizzari, Eva Salas, Tiffany Sih,
Dylan Simonson, Tane Sinclair-Taylor, Maya Srinivasan,
Brett Taylor, Peter Waldie, Rebecca Weeks, Michelle White,
Christine Wong and John Wong. We also thank Bill Sawy-
nok (Infofish Services) and members of the Gladstone and
Keppel Bay Sportfishing Clubs for assistance with sample
collection. We acknowledge the assistance provided by the
Australian Institute of Marine Science (AIMS) and the crew
of the R.V. Cape Ferguson. Thanks also to Peter Williams at
Keppel Reef Scuba Adventures and to David Stewart and
the crew of the M.V. Kalinda. We also wish to thank Dr
Sami Al-Garawi, Hicham Mansour and Sadhasivam Perumal
at the King Abdullah University of Science and Technology
(KAUST) Bioscience Core Laboratory. This work was funded
by the National Environmental Research Program (NERP)
and the Australian Research Council (Linkage Grant). Addi-
tional support was provided by the ARC Centre of Excel-
lence for Coral Reef Studies, the Australian Institute of
Marine Science (AIMS) and KAUST (baseline research funds
to MLB). Field sampling was conducted under Marine Parks
Permit number G11/33554.1, Queensland General Fisheries
Permit number 148534 and Animal Ethics Permit A1625.
References
Abesamis RA, Russ GR (2005) Density-dependent spillover
from a marine reserve: long-term evidence. Ecological Applica-
tions, 15, 1798–1812.
Almany GR, Berumen ML, Thorrold SR, Planes S, Jones GP
(2007) Local replenishment of coral reef fish populations in a
marine reserve. Science, 316, 742–744.
Almany GR, Hamilton RJ, Bode M et al. (2013) Dispersal of
grouper larvae drives local resource sharing in a coral reef
fishery. Current Biology, 23, 626–630.
Andutta FP, Kingsford MJ, Wolanski E (2012) ‘Sticky water’
enables the retention of larvae in a reef mosaic. Estuarine,
Coastal and Shelf Science, 101, 54–63.
Babcock RC, Shears NT, Alcala AC et al. (2010) Decadal trends
in marine reserves reveal differential rates of change in
direct and indirect effects. Proceedings of the National Academy
of Sciences of the United States of America, 107, 18256–18261.
Baskett ML, Barnett LAK (2015) The ecological and evolution-
ary consequences of marine reserves. Annual Review of Ecol-
ogy Evolution and Systematics, 46, 49–73.
Bay LK, Choat JH, van Herwerden L, Robertson DR (2004)
High genetic diversities and complex genetic structure in
an Indo-Pacific tropical reef fish (Chlorurus sordidus): evi-
dence of an unstable evolutionary past? Marine Biology,
144, 757–767.
Berumen ML, Almany GR, Planes S, Jones GP, Saenz-Agudelo
P, Thorrold SR (2012) Persistence of self-recruitment and pat-
terns of larval connectivity in a marine protected area net-
work. Ecology and Evolution, 2, 444–452.
Bode M, Bode L, Armsworth PR (2011) Different dispersal abil-
ities allow reef fish to coexist. Proceedings of the National
Academy of Sciences of the United States of America, 108, 16317–
16321.
© 2016 The Authors. Molecular Ecology Published by John Wiley & Sons Ltd.
LARVAL CONNECTIVITY IN EXPLOITED REEF FISHES 6051
Bode M, Williamson D, Harrison H, Outram N, Jones GP
(2016) Estimating dispersal kernels using genetic parentage
data. bioRxiv. doi: 10.1101/044305.
Botsford LW, White JW, Coffroth MA et al. (2009) Connectivity
and resilience of coral reef metapopulations in marine pro-
tected areas: matching empirical efforts to predictive needs.
Coral Reefs, 28, 327–337.
Brodie JE, Kroon FJ, Schaffelke B et al. (2012) Terrestrial pollu-
tant runoff to the Great Barrier Reef: an update of issues, pri-
orities and management responses. Marine Pollution Bulletin,
81, 81–100.
Burgess SC, Nickols KJ, Griesemer CD et al. (2014) Beyond con-
nectivity: how empirical methods can quantify population
persistence to improve marine protected-area design. Ecologi-
cal Applications, 24, 257–270.
Buston PM, Jones GP, Planes S, Thorrold SR (2012) Probability
of successful larval dispersal declines fivefold over 1 km in a
coral reef fish. Proceedings of the Royal Society B-Biological
Sciences, 279, 1883–1888.
Christie MR, Tissot BN, Albins MA et al. (2010) Larval connec-
tivity in an effective network of marine protected areas. PLoS
ONE, 5, e15715.
Cowen RK, Lwiza KMM, Sponaugle S, Paris CB, Olson DB
(2000) Connectivity of marine populations: open or closed?
Science, 287, 857–859.
Cowen RK, Paris CB, Srinivasan A (2006) Scaling of connectiv-
ity in marine populations. Science, 311, 522–527.
D’Aloia CC, Bogdanowicz SM, Harrison RG, Buston PM (2014)
Seascape continuity plays an important role in determining
patterns of spatial genetic structure in a coral reef fish.
Molecular Ecology, 23, 2902–2913.
Eastwood EK, Lopez EH, Drew JA (2016) Population connec-
tivity measures of fishery-targeted coral reef species to
inform marine reserve network design in Fiji. Scientific
Reports, 6, 19318.
Edgar GJ, Stuart-Smith RD, Willis TJ et al. (2014) Global conser-
vation outcomes depend on marine protected areas with five
key features. Nature, 506, 216–220.
Emslie MJ, Logan M, Williamson DH et al. (2015) Expectations
and outcomes of reserve network performance following re-
zoning of the Great Barrier Reef Marine Park. Current Biol-
ogy, 25, 983–992.
Gaines SD, White C, Carr MH, Palumbi SR (2010) Designing
marine reserve networks for both conservation and fisheries
management. Proceedings of the National Academy of Sciences of
the United States of America, 107, 18286–18293.
Gaither MR, Jones SA, Kelley C, Newman SJ, Sorenson L,
Bowen BW (2011) High Connectivity in the deepwater snap-
per Pristipomoides filamentosus (Lutjanidae) across the Indo-
Pacific with isolation of the Hawaiian Archipelago. PLoS
ONE, 6, e28913.
Gerber S, Chabrier P, Kremer A (2003) FAMOZ: a software for
parentage analysis using dominant, codominant and uni-
parentally inherited markers.Molecular Ecology Notes, 3, 479–481.
Gerlach G, Atema J, Kingsford MJ, Black KP, Miller-Sims V
(2007) Smelling home can prevent dispersal of reef fish lar-
vae. Proceedings of the National Academy of Sciences of the Uni-
ted States of America, 104, 858–863.
Goni R, Hilborn R, Diaz D, Mallol S, Adlerstein S (2010) Net
contribution of spillover from a marine reserve to fishery
catches. Marine Ecology Progress Series, 400, 233–243.
Graham NAJ, Ainsworth TD, Baird AH et al. (2011) From
microbes to people: tractable benefits of no-take areas for
coral reefs. Oceanography and Marine Biology: An Annual
Review, 49, 105–135.
Graham NAJ, Jennings S, MacNeil MA, Mouillot D, Wilson SK
(2015) Predicting climate-driven regime shifts versus
rebound potential in coral reefs. Nature, 518, 94–97.
Green AL, Fernandes L, Almany G et al. (2014) Designing mar-
ine reserves for fisheries management, biodiversity conserva-
tion, and climate change adaptation. Coastal Management, 42,
143–159.
Hamilton RJ, Potuku T, Montambault JR (2011) Community-
based conservation results in the recovery of reef fish spawn-
ing aggregations in the Coral Triangle. Biological Conservation,
144, 1850–1858.
Harrison HB, Williamson DH, Evans RD et al. (2012) Larval
export from marine reserves and the recruitment benefit for
fish and fisheries. Current Biology, 22, 1023–1028.
Harrison HB, Feldheim KA, Jones GP et al. (2014) Validation of
microsatellite multiplexes for parentage analysis and species
discrimination in two hybridizing species of coral reef fish
(Plectropomus spp., Serranidae). Ecology and Evolution, 4,
2046–2057.
Hastings A, Botsford LW (2006) Persistence of spatial popula-
tions depends on returning home. Proceedings of the National
Academy of Sciences of the United States of America, 103, 6067–
6072.
Jackson AM, Munguıa-Vega A, Beldade R, Erisman BE, Ber-
nardi G (2015) Incorporating historical and ecological genetic
data for leopard grouper (Mycteroperca rosacea) into marine
reserve design in the Gulf of California. Conservation Genetics,
16, 811–822.
Jones GP (2015) Mission impossible: unlocking the secrets of dis-
persal in coral reef fishes. In: Ecology of Fishes on Coral Reefs:
The Functioning of an Ecosystem in a Changing World (ed. Mora
C), pp. 16–27. Cambridge University Press, Cambridge, UK.
Jones GP, Planes S, Thorrold SR (2005) Coral reef fish larvae
settle close to home. Current Biology, 15, 1314–1318.
Jones GP, Srinivasan M, Almany GR (2007) Population connec-
tivity and conservation of marine biodiversity. Oceanography,
20, 100–111.
Jones GP, Almany GR, Russ GR et al. (2009) Larval retention
and connectivity among populations of corals and reef
fishes: history, advances and challenges. Coral Reefs, 28, 307–
325.
Kerwath SE, Winker H, G€otz A, Attwood CG (2013) Marine
protected area improves yield without disadvantaging fish-
ers. Nature Communications, 4, 2347.
Kingsford MJ, Leis JM, Shanks A, Lindeman KC, Morgan SG,
Pineda J (2002) Sensory environments, larval abilities and
local self-recruitment. Bulletin of Marine Science, 70, 309–340.
Lambrechts J, Hanert E, Deleersnijder E et al. (2008) A multi-
scale model of the hydrodynamics of the whole Great Barrier
Reef. Estuarine, Coastal and Shelf Science, 79, 143–151.
Leis JM, Carson-Ewart BM (1999) In situ swimming and settle-
ment behaviour of larvae of an Indo-Pacific coral-reef fish,
the coral trout Plectropomus leopardus (Pisces: Serranidae).
Marine Biology, 134, 51–64.
Leis J, Hay A, Lockett M, Chen J, Fang L (2007) Ontogeny of
swimming speed in larvae of pelagic-spawning, tropical,
marine fishes. Marine Ecology Progress Series, 349, 255–267.
© 2016 The Authors. Molecular Ecology Published by John Wiley & Sons Ltd.
6052 D. H. WILLIAMSON ET AL.
Lester SE, Halpern BS, Grorud-Colvert K et al. (2009) Biological
effects within no-take marine reserves: a global synthesis.
Marine Ecology Progress Series, 384, 33–46.
Levin SA, Lubchenco J (2008) Resilience, robustness, and mar-
ine ecosystem-based management. BioScience, 58, 27–32.
Luick JL, Mason L, Hardy T, Furnas MJ (2007) Circulation in
the Great Barrier Reef Lagoon using numerical tracers and
in situ data. Continental Shelf Research, 27, 757–778.
Mapstone BD, Ayling AM, Choat JH (1998) Habitat, cross shelf
and regional patterns in the distributions and abundances of
some coral reef organisms on the northern Great Barrier
Reef, with comment on the implications for future monitor-
ing. In: Research publications series no. 48, p. 77. Great Bar-
rier Reef Marine Park Authority, Townsville, Queensland.
Marshall TC, Slate J, Kruuk LEB, Pemberton JM (1998) Statisti-
cal confidence for likelihood-based paternity inference in nat-
ural populations. Molecular Ecology, 7, 639–655.
McClanahan TR, Mangi S (2000) Spillover of exploitable fishes
from a marine park and its effect on the adjacent fishery.
Ecological Applications, 10, 1792–1805.
McCook LJ, Ayling T, Cappo M et al. (2010) Adaptive manage-
ment of the Great Barrier Reef: a globally significant demon-
stration of the benefits of networks of marine reserves.
Proceedings of the National Academy of Sciences of the United
States of America, 107, 18278–18285.
Meirmans PG, Van Tienderen PH (2004) genotype and gen-
odive: two programs for the analysis of genetic diversity of
asexual organisms. Molecular Ecology Notes, 4, 792–794.
Mora C, Andrefouet S, Costello MJ et al. (2006) Coral reefs and
the global network of marine protected areas. Science, 312,
1750–1751.
Myers RA, Worm B (2003) Rapid worldwide depletion of
predatory fish communities. Nature, 423, 280–283.
Paris CB, Cherubin LM, Cowen RK (2007) Surfing, spinning, or
diving from reef to reef: effects on population connectivity.
Marine Ecology Progress Series, 347, 285–300.
Pauly D, Christensen V, Dalsgaard J, Froese R, Torres F (1998)
Fishing down marine food webs. Science, 279, 860–863.
Pelc RA, Warner RR, Gaines SD, Paris CB (2010) Detecting larval
export from marine reserves. Proceedings of the National Acad-
emy of Sciences of the United States of America, 107, 18266–18271.
Pinsky ML, Palumbi SR, Andrefou€et S, Purkis SJ (2012) Open
and closed seascapes: where does habitat patchiness create
populations with high fractions of self-recruitment? Ecological
Applications, 22, 1257–1267.
Planes S, Jones GP, Thorrold SR (2009) Larval dispersal con-
nects fish populations in a network of marine protected
areas. Proceedings of the National Academy of Sciences of the
United States of America, 106, 5693–5697.
Roberts CM, Hawkins JP, Gell FR (2005) The role of marine
reserves in achieving sustainable fisheries. Philosophical Trans-
actions of the Royal Society B: Biological Sciences, 360, 123–132.
Russ GR, Alcala AC, Maypa AP, Calumpong HP, White AT
(2004) Marine reserve benefits local fisheries. Ecological Appli-
cations, 14, 597–606.
Russ GR, Cheal AJ, Dolman AM et al. (2008) Rapid increase in
fish numbers follows creation of world’s largest marine
reserve network. Current Biology, 18, 514–515.
Sadovy de Mitcheson Y, Craig MT, Bertoncini AA et al. (2013)
Fishing groupers towards extinction: a global assessment of
threats and extinction risks in a billion dollar fishery. Fish
and Fisheries, 14, 119–136.
Saenz-Agudelo P, Jones GP, Thorrold SR, Planes S (2011) Con-
nectivity dominates larval replenishment in a coastal reef
fish metapopulation. Proceedings of the Royal Society B-Biologi-
cal Sciences, 278, 2954–2961.
Saenz-Agudelo P, Jones GP, Thorrold SR, Planes S (2012) Pat-
terns and persistence of larval retention and connectivity in
a marine fish metapopulation. Molecular Ecology, 21, 4695–
4705.
Sale PF, Cowen RK, Danilowicz BS et al. (2005) Critical science
gaps impede use of no-take fishery reserves. Trends in Ecol-
ogy & Evolution, 20, 74–80.
Simpson SD, Harrison HB, Claereboudt MR, Planes S (2014)
Long-distance dispersal via ocean currents connects Omani
clownfish populations throughout entire species range. PLoS
ONE, 9, e107610.
Stockwell BL, Larson WA, Waples RK, Abesamis RA, Seeb
LW, Carpenter KE (2016) The application of genomics to
inform conservation of a functionally important reef fish
(Scarus niger) in the Philippines. Conservation Genetics, 17,
239–249.
Weeks SJ, Bakun A, Steinberg CR, Brinkman R, Hoegh-Guld-
berg O (2010) The Capricorn Eddy: a prominent driver of
the ecology and future of the southern Great Barrier Reef.
Coral Reefs, 29, 975–985.
Williamson DH, Russ GR, Ayling AM (2004) No-take marine
reserves increase abundance and biomass of reef fish on
inshore fringing reefs of the Great Barrier Reef. Environmental
Conservation, 31, 149–159.
Williamson DH, Ceccarelli DM, Evans RD, Jones GP, Russ GR
(2014) Habitat dynamics, marine reserve status, and the
decline and recovery of coral reef fish communities. Ecology
and Evolution, 4, 337–354.
Wood LJ, Fish L, Laughren J, Pauly D (2008) Assessing pro-
gress towards global marine protection targets: shortfalls in
information and action. Oryx, 42, 340–351.
Wright KJ, Higgs DM, Belanger AJ, Leis JM (2008) Auditory
and olfactory abilities of larvae of the Indo-Pacific coral trout
Plectropomus leopardus (Lacepede) at settlement. Journal of Fish
Biology, 72, 2543–2556.
Data accessibility
Microsatellite data sets for Plectropomus leopardus and
Plectropomus maculatus are available from the Dryad
Digital Repository: http://dx.doi.org/10.5061/dryad.
4m67g.
D.H.W., H.B.H. and G.P.J. conceptualized and designed
the research. D.H.W., H.B.H., G.R.A., M.L.B., M.C.B.,
A.J.F., P.S.A. and G.P.J. carried out the field sampling.
H.B.H. and P.S.A. conducted genetic analyses. D.H.W.,
H.B.H., M.B., S.C. and P.S.A. conducted data analyses.
D.H.W., H.B.H., G.R.A., M.L.B., M.B., M.C.B., S.C.,
P.J.D., A.J.F. P.S.A. and G.P.J. wrote the manuscript.
© 2016 The Authors. Molecular Ecology Published by John Wiley & Sons Ltd.
LARVAL CONNECTIVITY IN EXPLOITED REEF FISHES 6053
Supporting information
Additional supporting information may be found in the online ver-
sion of this article.
Appendix S1 Methods.
Table S1 Summary of locations, sample sizes, and population
estimates of adult Plectropomus maculatus and Plectropomus leop-
ardus.
© 2016 The Authors. Molecular Ecology Published by John Wiley & Sons Ltd.
6054 D. H. WILLIAMSON ET AL.
